Fig. S1
Schematic of primary structures of frustulins found in the genome of Fistulifera solaris JPCC DA0580.
Fig. S2
Comparison of the amino acid sequences of frustulins identified from F. solaris, ε-frustulin from Navicula pelliculosa and α1-, α2-, α3-frustulin derived from Cylindrotheca fusiformis. The phylogenetic tree was constructed using the neighbor-joining method. Bootstrap trials were replicated 1000 times. Gaps were treated as missing data.
Fig. S3
Comparison of the amino acid sequences of the tryptophan-rich domains of frustulins identified from F. solaris and ε-frustulin from Navicula pelliculosa. ClustalW was used for the comparison. Characters highlighted in blue are tryptophan. , and the transformant expressing frustulin1-GFP (Lane 3) with the SDS-boiling method were applied to the 10% polyacrylamide gel. It confirms that nearly equal amount of proteins were tested, but specific bands could not be found from transformants, which could be due to the low sensitivity of Coomassie brilliant blue staining. (b) The separated proteins by SDS-PAGE were then transferred to the membrane, and subjected to Western blotting with ALP-labeled anti-GFP antibody for more sensitive detection of GFP. GFP (Lane 1) and frustulin1-GFP were observed. M indicates molecular markers. Supplementary movie S1: Silica-affinity peptide (SAP)-mediated cell harvesting for the F. solaris transformant expressing frustulin1-GFP-(G4S)3-SAP. Culture media of the wild type (left) and transformant displaying GFP-SAP (right) co-incubated with silica particles (2.5 g). Co-flocculation of diatom transformant cells and silica particles were monitored.
